Key indicators: single-crystal X-ray study; T = 122 K; mean (C-C) = 0.005 Å; R factor = 0.027; wR factor = 0.075; data-to-parameter ratio = 19.2.
The title compound, 1-bromo-4-methylselenobenzene, C 7 H 7 BrSe, was prepared by methylation of 4-bromoselenophenolate with methyl iodide, and crystals suitable for structure determination were obtained by sublimation. The molecule is essentially planar; the Se-Me bond is rotated by only 2.59 (19) out of the least-squares plane of the benzene ring. The most pronounced intermolecular interactions are two hydrogen bonds of the type C-HÁ Á Á, which determine a herring-bone pattern in the crystal packing.
Related literature
For related selenobenzene structures, see: Oddershede et al. (2003) ; Sørensen & Stuhr-Hansen (2009); Stuhr-Hansen et al. (2009) . For the 77 Se-NMR spctrum, see: Eggert et al. (1986) . For the melting point, see: Gilow et al. (1968 Hydrogen-bond geometry (Å , ). Symmetry codes: (i) x À 1 2 ; Ày þ 1 2 ; z; (ii) x þ 1 2 ; Ày À 1 2 ; z.
Data collection: CAD-4 EXPRESS (Enraf-Nonius, 1994); cell refinement: CAD-4 EXPRESS; data reduction: DREAR (Blessing, 1987) ; program(s) used to solve structure: SHELXS97 (Sheldrick, 2008); program(s) used to refine structure: SHELXL97 (Sheldrick, 2008); molecular graphics: ORTEPII (Johnson, 1976) and PLATON (Spek, 2009); software used to prepare material for publication: SHELXL97. 
Refinement
Hydrogen atoms were found in the difference Fourier map. All hydrogen atoms were treated as riding atoms with C-H distances of 0.95 for C ar and 0.98 for the C Me . Isotropic displacement parameters for all H atoms were constrained to 1.2U eq of the connected non-hydrogen atom (1.5U eq for Me groups). 
1-bromo-4-methylselenobenzene
Crystal data Refinement. Refinement of F 2 against ALL reflections. The weighted R-factor wR and goodness of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The threshold expression of F 2 > σ(F 2 ) is used only for calculating Rfactors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger. 
